Figure-S1. Patients and sample procurement
Schematic view of collection of blood samples from DRESS patients. Grey areas show the duration of hospital stay. Adm, administration of the culprit drug; Dx, diagnosis; brackets, sampling from only certain patients. Black triangle, sampling for sorting of CD4 + /CD8 + T-cell subset. Green triangle, sampling for PBMC sequencing.
Figure-S7. Estimation of sequencing error rate
Error rate was estimated for sequencing reads covering the entire CDR3 region. 56 distinct PCR products were cloned into T-vector as standard template, and, sequenced independently according to identical protocol in this project. Box plot illustrated the distribution of error rate for each standard template in certain position. The overall error rate was 0.16% in the sequencing reads and 0.14% in CDR3 region. 
